Spread of two Zika virus lineages in Midwest Brazil.
Zika virus (ZIKV) has been intensively studied in South America and across the globe since 2015-2016 epidemics. However, in Brazil - the largest and the most affected country in terms of human infection by this virus, most of the viral molecular information is restricted to metropolitan centers distributed along the Brazilian coast and almost no information is known about the virus spread in most difficult access areas such as the Midwest region of the country. Here, we report two ZIKV complete genomes from samples obtained during arboviral surveillance at the Sinop city, southern border of the Amazonian forest, Midwest Brazil in 2015. Our results show that the virus was introduced in this region through two independent introductions: one occurred at the end of 2014, around the period that the virus was already distributed in other regions of the country and abroad, and a second at the end of 2015. Moreover, these genomes were clustered with other viral strains sampled at distant Brazilian states in line with other findings about the rapid spread of the virus throughout the country.